Bacillus strains JCM 19045, JCM 19046, and JCM 19047 are alkaliphiles that produce ␤-cyclodextrin from starch. They are related to Bacillus xiaoxiensis and Bacillus lehensis. The genome information for these three strains will be useful for studies of the physiological role of cyclodextrin and cyclodextrin production. 
lkaliphilic Bacillus strains produce various alkaline enzymes useful for industry, such as cyclomaltodextrin glucanotransferase (CGTase), amylase, cellulase, hemicellulase, and protease (1, 2) . CGTases produce cyclodextrins (CDs) from starch. CDs are cyclic oligosaccharides consisting of 6, 7, or 8 glucopyranose units and are useful for various industrial applications. Various alkaliphilic strains of Bacillus spp. producing CDs have been isolated and characterized (3, 4) . Although a novel starch degradation pathway via CD has been reported in Klebsiella oxytoca (5) and archaea (6, 7) , there is still uncertainty regarding the production mechanism of CDs in alkaliphilic Bacillus and regarding the physiological role of CDs.
Recently, we isolated CD-producing alkaliphilic Bacillus spp. from seaweed near Nagasaki waters, Japan, using an alkaline medium (1) . Bacillus strains G607 and G608 were isolated from the seaweed Gelidium elegans, while Bacillus strain G664 was isolated from the seaweed Polyopes affinis. These three strains showed CGTase activity and produced ␤-CD from starch. Strains G607, G608, and G664 were deposited at the Japan Collection of Micro- Phylogenetic analysis based on 16S rRNA gene sequence comparisons revealed that strains JCM 19045 and JCM 19046 are most closely related to the type strain of Bacillus xiaoxiensis (9) (sequence identity, 99%). The 16S rRNA gene sequence identity between strains JCM 19045 and JCM 19046 is 99%. Strain JCM 19047 is most closely related to the type strain of Bacillus lehensis (10) (sequence identity, 99%). The genome sequencing of strains JCM 19045 and JCM 19046 revealed the presence of a gene cluster comprising the genes for CGTase, three transporter proteins, and cyclomaltodextrinase (CDase). On the other hand, in the genome sequence of strain JCM 19047, the gene for CGTase and the genes for three transporter proteins and CDase are located separately. The draft genome sequence data for these three strains will be useful for elucidating the physiological roles of CD and the production mechanism of CD.
Nucleotide sequence accession numbers. The genome sequences of Bacillus strains JCM 19045, JCM 19046, and JCM 19047 have been deposited at DDBJ/EMBL/GenBank under accession no. BAWA01000001 to BAWA01000062, BAWB01000001 to BAWB01000095, and BAWC01000001 to BAWC01000125, respectively.
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